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Abstract





(Coleoptera: Bruchidae). Each locus was polymorphic, with the number of alleles ranging
from two to 15. We found high levels of within-population variation at most loci, with hetero-
zygosity ranging from 0.182 to 0.900. Cross-species amplification of these loci was tested in






























 species (and more generally





 Bridwell is specialized on


































. 1988). Its distribution is





 represents a major problem
in the management of bean stocks, and is considered a
major pest of field crops and storage sites. This species












Sharp). A previous study using allozyme markers investigated













. 2000). Sampling involved 14 populations
throughout Mexico, which represents the native range of
these species, and results revealed differences between
taxa, but not at the population level. We isolated micro-








 in order to assess population
genetic structure, and to test the role of ecological and
human factors on the evolutionary forces acting on the









Total genomic DNA was extracted from a pool of 29
individuals using DNeasy“ kit (QIAGEN). Microsatellite-









I (Eurogentec) and DNA frag-
ments ranging between 500 and 1000 bp were selected after
migration on agarose gel and isolated using an extraction
kit (Promega). The partial genomic library was then con-
structed by ligating the DNA fragments into a pGEM-T





cells (Stratagene) were used to transform the DNA frag-
ments. One hundred and eighty white transformant clones




 nylon membranes (Amer-









. For 29 of these clones,
which gave a satisfactory positive signal, the inserted DNA





 Version 3.3 (Rychlik & Rhoads 1989),
among which five gave satisfactory amplification patterns
[i.e. polymerase chain reaction (PCR) product of the pre-
dicted size, and supernumerary bands of low intensity].




























































































 unlabelled forward primer. PCRs were
performed on a PTC-100“ thermocycler using the follow-
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C (10 min). PCR products were separated by electro-
phoresis on a 5% denaturing polyacrylamide gel contain-




 TBE buffer. Results were displayed by
autoradiography, using water as the negative control.
The DNA of 20 individuals, sampled in two Mexican
populations (10 individuals per population), Valle de
Bravo (Mexico State) and Tzintzuntzan (Michoacan State),
which are 159 km apart, was extracted using DNeasy“ kit
(QIAGEN) and genotyped for the five loci. All loci were
polymorphic in both populations. The observed number of
alleles per population ranged between 2 and 15, and hetero-
zygosities were between 0.182 and 0.900 (Table 1). No sig-
nificant deviation from Hardy—Weinberg equilibrium and
linkage equilibrium between loci was observed in either




 Version 3.3 package;
Raymond & Rousset 1995) and a correction for multiple
tests (Dunn-Sydk method for sequential Bonferroni
procedure) were performed.
Cross-species amplifications were tested on individuals

























 L. ( Johnson 1989) and its distribution overlaps









native to Mexico, is now worldwide in distribution. Despite



































: two alleles, ranging

























). Heterozygosities were not calculated as most
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